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Complete Genome Sequences of Krokinobacter sp. 4H-3-7-5 and Lacinutrix sp. 
Abstract 17
Two members of the family Flavobacteriaceae were isolated from subseafloor 18 sediments using artificial seawater with cellulose, xylan and chitin as sole carbon and 19 energy sources. Here, we present the complete genome sequences of Krokinobacter 20 sp. 4H-3-7-5 and Lacinutrix sp. 5H-3-7-4 which both encode for putatively novel 21 enzymes involved in cellulose, hemicellulose and chitin metabolism. increased by using the software Polisher (Alla Lapidus, unpublished) and possible 47 mis-assemblies were corrected using gapResolution (Cliff Han, unpublished), 48
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